
Mutation status Copy number

Distribution

Wild type
Mutated

Frameshift, nonsense, splice
Missense, inframe indel

Range

Median
Median 
Quantile

Normal
Gain or loss

APOB ARID1A ARID2 BRCA2 CDKN2A ELF3 EP300 MED12 NIPBL PIK3R1 RUNX1 SPTA1 TLR4 TP53

−4

−2

0

2

4

LUSC HNSC UCEC LUSC LUSC BLCA UCEC UCEC HNSC UCEC BRCA LUSC LUAD LUAD LUSC

ZS
co

re
Expression Z−Scores for missense only

−4

−2

0

2

4

UCEC UCEC BLCA BRCA LUAD LUSC SKCM UCEC KIRC UCEC LUSC BLCA BLCA UCEC BRCA

ZS
co

re

Expression Z−Scores for frame shift and nonsense
CTNND1 JAK1 NCOR1 NF1 PBRM1 SMARCA1 SMARCA4 SPTAN1 STAG2 USP9X

Figure S2. Related to Figure 4
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Figure S2: Alternative grouping for cis-expression differences. Related to Figure 4. For the main text 
Figure 4, only missense mutations and frameshift indels were considered. The top 15 t-values using 
an extended  definition of missense mutations to include in-frame indels A. And frameshift/nonsense 
mutations, here, include splice site mutations B.


